Human endothelial cells play several significant roles in vascular biology and homeostasis. We report herein cellular proteome datasets of EA.hy926 human endothelial cells under physiologic condition and after treatment with 100 mM caffeine or EGCG for 24-h. Cellular proteins were extracted and subjected to insolution tryptic digestion using filter-aided sample preparation (FASP) method. The digested peptides were analyzed by nanoflow liquid chromatography coupled to tandem mass spectrometry (nanoLC-ESI-Qq-TOF MS/MS). Finally, the mass spectral data were searched against the human Swiss-Prot database using Mascot 2.4 search engine and quantified using Skyline v.3.5 software and BiblioSpec algorithm. All of these data were used for further comparative proteomics study followed by bioinformatics analyses to investigate differential biochemical effects of caffeine and EGCG on human endothelial cells [1].
Data
We report herein the complete lists of proteins identified from EA.hy926 human endothelial cells under physiologic (control) condition (Table 1) , after 24-h treatment with caffeine (Table 2) , and after 24-h treatment with EGCG (Table 3) . Their identities, gene symbols, MS/MS identification scores, percentages of sequence coverage, numbers of distinct and total matched peptides, isoelectric points (pI), and intensity data are shown. All of these data were used for further comparative proteomics study followed by bioinformatics analyses to investigate differential biochemical effects of caffeine and EGCG on human endothelial cells [1] .
Experimental design, materials, and methods

Cell culture
Human endothelial cell line (EA.hy926) (ATCC; Manassas, VA) was grown and maintained in a complete medium (DMEM/F12) (Gibco, Invitrogen; Grand Island, NY) , supplemented with 10% heatinactivated fetal bovine serum (FBS), 60 U/ml penicillin G and 60 mg/ml streptomycin, in a humidified incubator with 5% CO 2 at 37 C.
Specifications Table   Subject Cell biology Specific subject area Human endothelial cell proteome Type of data Table  How data were acquired Mass spectrometry, EASY-nLC II (Bruker Daltonics; Bremen, Germany), Qq-TOF MS/ MS system (maXis Impact) (Bruker Daltonics), Mascot 2.4 search engine (Matrix Science; London, UK) Data format Raw and Analyzed Parameters for data collection EA.hy926 human endothelial cells were treated with 100 mM caffeine or EGCG for 24-h, whereas the untreated cells served as the control. Thereafter, cellular proteins were extracted and subjected to gel-free proteome analysis. Description of data collection Cellular proteins were subjected to in-solution tryptic digestion and analyzed by nanoLC-ESI-Qq-TOF MS/MS. The mass spectral data were searched against the human Swiss-Prot database using Mascot 2.4 search engine. Fixed modification was carbamidomethylation at cysteine residues, whereas variable modification was oxidation at methionine residues. Enzyme was specified to trypsin and only one missed cleavage per peptide was allowed. Data searches were performed with a precursor tolerance of 0. Value of the Data These data are the valuable resource for understanding and further analyzing the cellular proteome of human endothelial cells under physiologic condition and after treatment with caffeine or EGCG. Proteomists, biochemists, physiologists, cellular biologists, and nutritionists will be benefited from these data.
Further functional investigations on these data will lead to better understanding and provide significant insights into vascular cell biology. %Cov ¼ %Sequence coverage ¼ (number of the matched residues/total number of residues in the entire sequence) x 100%. NA ¼ not applicable (protein was identified in the sample but its MS/MS spectra did not meet predefined criteria for high-confident intensity analysis). C. Chanthick, V. Thongboonkerd / Data in brief 25 (2019) 104292 %Cov ¼ %Sequence coverage ¼ (number of the matched residues/total number of residues in the entire sequence) x 100%. NA ¼ not applicable (protein was identified in the sample but its MS/MS spectra did not meet predefined criteria for high-confident intensity analysis). 
MS/MS data processing and protein identification
The raw files (.d) were charge-deconvoluted and extracted into peak list files (.mgf) using Data Analysis version 4.1 software (Bruker Daltonics) via an embedded daMGF script. For identification, the peak list files (.mgf) were searched against the human Swiss-Prot database using Mascot 2.4 search engine (Matrix Science; London, UK). Fixed modification was carbamidomethylation at cysteine residues, whereas variable modification was oxidation at methionine residues. Enzyme was specified to trypsin and only one missed cleavage per peptide was allowed. Data searches were performed with a precursor tolerance of 0.1 Da and fragmentation tolerance of 0.5 Da with þ2 and þ3 charge state. The false discovery rate (FDR) was performed by searching the decoy database and adjusted to <1% at protein level [5, 6] .
Quantitative analysis of MS/MS spectra
Intensity analysis of MS/MS spectra derived from each identified protein was performed using Skyline v.3.5 software (http://proteome.gs.washington.edu/software/skyline). Briefly, The Mascot search result files (.dat) were imported to generate the spectral libraries using BiblioSpec algorithm by the following parameters: spectra cut-off score ¼ 0.95, peptide length ¼ 8e25 amino acids, and share peptides assigned for particular protein. Subsequently, raw files (.d) were then imported and matched to validated peptides in spectral libraries to generate precursor peptide ion intensity. These precursor peptide ion intensities represented the summation of an area under curve of extracted ion chromatograms (XICs) containing three precursor ion isotope peaks (M, Mþ1, and Mþ2) [5] . Finally, the total ion intensity of precursor peptide assigned for a given protein was exported and is reported for individual biological replicates, whereas the quantitative intensity data for peptide MS/MS spectra that did not meet the aforementioned predefined criteria are reported as "not applicable".
